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Acetylation
high mobility group 1 proteins, LC MS/MS, 1569
peptide, detection and location of acetylated lysine residues,
1423
Acyl carrier protein, conformation by ESI-MS, 1525
Adenosine-5-phosphosulfate reductase, M. tuberculosis, nonco-
valent complexes analyzed using ESI-FTICR MS, 167
Adenosine triphosphate, release from PP/ATP films, EC/ESMS,
919
AGG. see Alanylglycylglycine
Agricultural matrices, ferric chelates in, as fertilizers, LC-ESI-
MS, 37
Air amplifier, mechanistic studies on, LTQ-FT-ICR-MS, 1909
Alanylglycylglycine, protonated, loss of CO and ammonia, MS/
MS, 1291
Algorithms, identification of PRISM, 563
S-Alkyl cysteine sulfoxide, peptide ions containing, gas-phase
fragmentation reactions, 1690
Alkyl methylphosphonic acids, response enhancement in nega-
tive ESI LC-MS/MS, 1821
Ambient pressure ion mobility spectrometry, carbohydrate iso-
mer resolution by ESI-APIMS-TOF-MS, 1163
9-Amino-9-deoxyepiquinine, Michael-Michael-retro Michael ad-
dition catalyzed by, ESI-MS, 2074
Amino acid esters, fragmentation induced by triphenylcorrole-
(CuIII) complexes, MALDI MS, 791
Amino acids
analysis by MALDI TOF/TOF MS/MS, 279
D- and L-, effect of iodine substituents on chiral distribution,
1516
influence of composition on CID of model peptides, MDS,
1625
potassiated, hydration in gas phase, 2083
-Amino acids, diastereochemical differentiation, FT-ICR-MS,
1038
Ammonia
complexes with ketones, mobility resolution and mass analy-
sis of ions from, 940
loss of CO and, protonated AGG, MS/MS, 1291
Ammonium-counter ion clusters, studied by ESI MS, 285
Amyloid-
peptide analysis via mini-ball mill and MALDI MS, 1533
production and clearance rates, quantified using SILT, 997
Antiviral agents, pyrimidinal, CID mechanisms of ion forma-
tion, ESI-MS/MS, 1477
APCI-MS. see Atmospheric pressure chemical ionization mass
spectrometry
APIMS. see Ambient pressure ion mobility spectrometry
APPI-MS. see Atmospheric pressure photoionization mass spec-
trometry
Arabidopsis thaliana, phosphatidylglycerol, analysis by ESI QIT
and MS/MS, 783
Aristolochic acids, DNA adducts, LC-MS/MS analysis, 642
Aromatic nucleophilic substitutions, reactions of halonitroben-
zenes and dinitrobenzene with carbanions, gas phase,
1351
Aromatics, nitrogen-containing, speciation by APPI or FT-ICR
MS, 1265
ASAP. see Atmospheric solids analysis probe
Aspartic acid, side chain effects, experimental and theoretical
insights, 121
Atmospheric pressure chemical ionization Fourier transform ion
cyclotron resonance magnetic resonance spectrometry
permanent magnet, 1552
Atmospheric pressure chemical ionization mass spectrometry
hydrolysis products of sulfur mustards analyzed by, 1364
tetracycline degradation by ozone in aqueous medium, 679
Atmospheric pressure photoionization
negative ion, EC, DEC, proton transfer and anion attachment,
1789
proton transfer investigated by FT-ICR, 1682
Atmospheric pressure photoionization mass spectrometry
mobile phases and VUV lamps, detection of PAH compounds,
589
speciation of nitrogen-containing aromatics FT-ICR MS or,
1265
Atmospheric solids analysis probe, analysis of ergosterol path-
way inhibition in fungi, 1274
Atomic transition metals, ion mobility source for guided ion
beam experiments, 1196
Aurum Dataset, MALDI-TOF/TOF MS for protein standards,
850
3-Azidopropionitrile, transition metal complexation by, ESI-MS,
453
B-DNA helix, stability in a solvent-free environment, 1188
Bacteriovorax stolpii, UKi2, identification of SPNL molecular spe-
cies, qTOF-II MS, 394
Benzoylnitrene radical anion, new reagent for M-2H anion gen-
eration, 2014
-Peptides, imaging distribution in whole body mice sections,
MALDI-MS, 1921
Beyer-Swinehart algorithm, modification for calculation of
RRKM unimolecular reaction rate constants for biopoly-
mers, 1063
Biemann Medal, 2006, David E. Clemmer, 1161
Bimolecular elimination reactions, microsolvated gas-phase,
deuterium KIEs, 1046
Bimolecular quadruplexes, DNA, transitions to higher order mo-
lecular structures, ESI-FTICR-MS, 1467
Biopolymers, RRKM unimolecular reaction rate constants for, BS
algorithm modification for calculation of, 1063
Bis-intercalators, threading, binding to DNA, screening by ESI-
MS/MS, 311
Bisphenol A diglycidyl methacrylate, adsorbed and covalently
bound, LDPI-MS of, 1097
Book reviews
Assigning Structures to Ions in Mass Spectrometry, 1145
Fundamentals of Contemporary Mass Spectrometry, R1 (Novem-
ber)
HPLC for Pharmaceutical Scientists, 1344
Inductively Coupled Plasma Mass Spectrometry Handbook, 1345
Liquid Chromatography-Mass Spectrometry, 1135
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Mass Spectrometry Desk Reference, Second Edition, R1 (Septem-
ber)
Mass Spectrometry PittCon® 2007, 1145
MassFinder 3, 1137
Metabolome Analysis: An Introduction, 1R (August)
New and Emerging Proteomic Techniques, 162
Principles of Mass Spectrometry Applied to Biomolecules, 802
Quantitative Proteomics by Mass Spectrometry, R3 (September)
Redox Proteomics: From Protein Modification to Cellular Dysfunc-
tion and Diseases, 588
Review of Identification of Essential Oil Components by Gas Chro-
matography/Mass Spectrometry, 4th Edition, 803
Spectral Techniques in Proteomics, R3 (November)
Bradbury-Nielsen gates, template-based method for production,
1901
Brain
rat, peptide imaging in, MALDI-FTICR MS, 145
in situ characterization of glycerophospholipids and sulfatides
using MALDI-MS/MS, 17
BS algorithm. see Beyer-Swinehart algorithm
Butyrylcholinesterase, inhibition by OP and CB pesticides,
MALDI-TOF-MS, 698
CAD. see Collisionally-activated decomposition
Calibrant ions, delivery for MS, 991
Camphene, -pinene and, bimolecular and unimolecular contri-
butions to SCI of isomers, 2026
Candida rugosa, lipase, immobilized on PDMS membrane, use in
MIMS, 973
Carbanions, nucleophilic substitution reactions of halonitroben-
zenes and dinitrobenzene with, gas phase, 1351
Carbohydrate isomers, resolution by ESI-APIMS-TOF-MS, 1163
Carbon monoxide, loss of ammonia and, protonated AGG, MS/
MS, 1291
Carbon stable isotope analysis, organic matter and nitrocellu-
lose, Sphagnum and Polytrichum mosses, 1453
Cardiolipin, MALDI-MS analysis from rat organ sections, 567
Catechins, green tea, isomeric differentiation using gas-phase
H/D exchange reactions, 1749
Cellulomonas fimi, binding of xylobiose inhibitors to -1,4 exoglu-
canase from, MS/MS, 64
Charge-remote fragmentation, on TOF-TOF MS, lithiated fatty
acids, 1967
Charged state distribution, proteins, effect of stabilization on,
ESI MS, 1605
CHCA. see -Cyano-4-hydroxycinnamic acid
Chemical equilibria, shrinking droplets and, ESI, 385
Chemical ionization-collision-activated dissociation, disulfur
monoxide-water charged complexes, isotope exchanges,
FT-ICR, TQ and, 1664
Chemoprevention agents, alkylation sites by, Keap-1, 2226
Chip-based nanoelectrospray, evaluation of, parameters for pro-
tein identification, 1714
Chirality, iodine substituents and, D- and L- amino acids, 1516
Cholesteryl neoglycolipids, analyzed using ESI and CID-MS/
MS, 294
Chondroitin sulfate, bovine aorta, analysis of oversulfation us-
ing nano-ESI-Q-TOF-MS/MS and FTIRCR MS, 179
Clemmer, David E., Biemann Medal, 2006, 1161
Closed ring labeling, N-linked oligosaccharide linkage and
branched determination using ion trap MS, 248
Cluster ions, ammonium-counter ion clusters studied by ESI
MS, 285
Cobalt ions, comparison of gold and cobalt ion cluster projec-
tiles, molecular depth profiling, SIMS, 406
Collision-activated dissociation, neutral and sialylated oligosac-
charides, electron detatchment dissociation, 2162
Collision cross-section database, singly-charged peptide ions,
1232
Collision-induced dissociation
arginine-containing protonated dipeptides, fragmentation re-
actions, 1959
B. anthracis petrobactin, 842
dynamic, in a quadrupole ion trap, 749
dynamic, in QIF MS with two-frequency excitation waveform,
2017
in ESI/MALDI-MS, free-radical-induced site-specific peptide
cleavage in gas phase, 807
influence of amino acid composition on, model peptides,
MDS, 1625
LIAD with, in FT-ICR-MS, peptide sequencing using, 525
low-energy, peptide disulfide bond cleavage via salt bridge
mechanisms, 1109
mechanisms of ion formation, ESI-MS/MS, 1477
negative ion, mobile protons in oligosaccharides, 952
peptide mono-oxidized thio-ether bond evaluation by ECD
and, 493
SORI-, study of isomeric diglycosyl flavonoids, ESI FTICR
MS, 2127
threshold, with guided ion beam mass spectrometer, ESI
source for, 1124
Collision-induced dissociation tandem mass spectrometry, cho-
lesteryl neoglycolipids analyzed using ESI and, 294
Collisionally-activated decomposition, peptides, cyclization reac-
tion of fragment ions, 663
Computer simulations
enhancement of dipolar resonance excitation, linear ion trap
study, 578
for high focusing and mass filtering TRIPOLE, 413
Conotoxins, Conus virgo, pyroglutamic acid identification by
MALDI-MS/MS, 1396
Continuous-flow ligand-exchange reactors, metal-complex for-
mation in, ESI/MS, 707
Conus virgo, conotoxins, pyroglutamic acid identification by
MALDI-MS/MS, 1396
Cook’s kinetic method, extended, cysteine-polyalanine peptide
gas-phase acidities determined by, 188
Coulombic repulsion effects, on dissociation pathways of pro-
tein complexes in gas phase, 617
Cucurbit8uril, dication complexes with, unimolecular gas-
phase reactivity, 1863
-Cyano-4-hydroxycinnamic acid, effect of diammonium citrate
to matrix of, in detection of phosphorylated peptides,
MALDI-TOF MS, 1925
Cysteine-polyalanine peptides, gas-phase acidities determined
by extended Cook’s kinetic method, 188
Cysteine sulfenic acid, in MMP-7, MS/MS, 1544
Data processing, parallel processing of large data sets from
nanoLC-FTICR-MS, 152
Deamination, protonated nucleobases, 2040
Deoxynucleosides, adducts with heterocyclic aromatic amines,
analysis by ion trap MS, 2107
Desorption electrospray ionization, salt tolerance of, 2218
Desorption electrospray ionization mass spectometry, fluores-
cence spectroscopy and, attamole amounts of rhodamine
6G detected by, 1093
Deuterium, KIEs in microsolvated gas-phase E2 reactions, 1046
DHA. see Docosahexaenoic acid
Diammonium citrate, effect on CHCA matrix for detection of
phosphorylated peptides, MALDI-TOF MS, 1925
Dications, unimolecular gas-phase reactivity, complexes with
cucurbit8uril, 1863
Dichloro(ethylenediamine)palladium(II), complex formation in
aqeuous solutions, ESMS, 769
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Dielectric barrier discharge ion source, for ambient mass spec-
trometry, 1859
Differential mass spectrometry, analysis of complex peptide
mixtures using FTMS and, 226
Differential mobility spectrometry, oligosaccharides analysis us-
ing nanoESI-DMS-MS, 502
Diglycosyl flavonoids, isomeric, SORI CID study of, ESI FTICR
MS, 2127
2-(4,6-Dimethyoxypyrimidin-2-Ylsulfanyl)-N-phenylbenzamide,
gas-phase Smiles rearrangement reactions, ESI-MS, 1813
Dinitrobenzene, nucleophilic substitution reactions of halonitro-
benzenes and, with carbanions, gas phase, 1351
Dinucleotides, negative ions, gas phase H/D exchange, 1827
Dipeptides
arginine-containing protonated, fragmentation reactions, CID,
1959
study of b1H2O and b1-ions in product ion spectra, 1414
Dipolar resonance excitation, enhancement of, studied by linear
ion trap, 578
Disulfide bonds, peptide, cleavage via salt bridge mechanisms,
low energy CID, 1109
Disulfur monoxide, water charged complexes with, isotope ex-
changes, FT-ICR, CI-CAD and TQ, 1664
DMS. see Differential mobility spectrometry
DNA
bimolecular quadruplexes and transitions to higher order mo-
lecular structures, ESI-FTICR-MS, 1467
chromophore-bound, electron photodetachment dissociation,
1990
duplex and triplex, ligand binding mode assessed by ESI-
MS/MS and molecular modeling, 1052
G-quadruplex, gas-phase stability using ESI-MS and MDS,
1760
noncovalent complexes with basic polypeptides or poly-
amines, MALDI-TOF MS, 1977
noncovalent complexes with polybasic compounds, studied
by nanoES-MS, 346
threading bis-intercalator binding to, screening by ESI-MS/
MS, 311
Docosahexaenoic acid, resolvin D1, protectin D1, and related
derived products, analysis via ES-MS/MS, 128
Drift gas pressures, elevated, IMS using electrodynamic ion fun-
nels and, 1176
Drug discovery recovery libraries, sub-ppm mass accuracy on
ESI-TOF-MS, 1612
Dyes, pigments and, MALDI TOF MS identification, 2001
E2 reactions. see Bimolecular elimination reactions
ECD. see Electron capture dissociation
EDD. see Electron detachment dissociation
Electrochemical electrospray ionization mass spectrometry
adenosine triphosphate release from PP/ATP films, 919
hemoglobin subunit analysis by, 1279
Electrochemical electrospray ionization tandem mass spectrome-
try, duplex and triplex DNA, ligand binding mode as-
sessed by molecular modeling and, 1052
Electrochemical electrospray ionization time-of-flight mass spec-
trometry, carbohydrate isomer resolution by ESI-APIMS-
TOF-MS, 1163
Electrodynamic ion funnels, IMS using elevated drift gas pres-
sures and, 1176
Electron capture dissociation
B. anthracis petrobactin, 842
charge-tagged peptides, 2146
hydrogen rearrangements, peptides, 113
isoaspartyl residue quantification in deaminated proteins by,
48
nonergodicity in, hydrated ion nanocalorimetry, 1217
O-glycosylated and O-phosphorylated peptide sequencing by
fixed charge derivitization and, 1405
peptide mono-oxidized thio-ether bond evaluation by CID
and, 493
of peptides, b-type ions produced in, 2007
spin-trap capped peptides, 432
sulfopeptide fragmentation in ETD and, 1617
Electron capture dissociation Fourier transform ion cyclotron
resonance tandem mass spectrometry, MARCKS peptide
phosphorylation sites identified by, 2137
Electron capture negative ionization quadrupole mass spectrom-
etry, pLVI-GC with, H-POPs analyzed by, 1375
Electron detachment dissociation
of GAG tetrasaccharides, 234
neutral and sialylated oligosaccharides, 2162
Electron photodetachment dissociation, chromophore-bound
DNA, 1990
Electron transfer dissociation
doubly sodiated glycerophosphocholine lipids, 1783
sequencing of peptides containing oxidized cysteine and me-
thionine, 1499
sulfopeptide fragmentation in electron ECD and, 1617
Electrospray emitter, current measurements within ES capillary,
735
Electrospray ionization
cholesteryl neoglycolipids analyzed using CID MS/MS and,
294
DESI, remote MS sampling using air ejector, 1844
oligosaccharides analysis using nanoESI-DMS-MS, 502
shrinking droplets and effect on chemical equilibria, 385
source for TCID with guided ion beam mass spectrometer,
1124
Electrospray ionization Fourier transform ion cyclotron reso-
nance mass spectrometry
bimolecular DNA quadruplexes and transitions to higher or-
der molecular structures, 1467
M. tuberculosis APS reductase noncovalent complexes ana-
lyzed using, 167
speciation of nitrogen-containing aromatics by APPI or, 1265
Electrospray ionization ion mobility spectrometry mass spec-
trometry, monitoring copopulated states during protein
folding, 2180
Electrospray ionization ion trap mass spectrometry, 1-O-alk-1-
enyl-2-acyl and 1-O-alkyl-2-acyl glycerophospholipid dif-
ferentiation by, 2065
Electrospray ionization mass spectrometry
2-(4,6-dimethyoxypyrimidin-2-Ylsulfanyl)-N-phenylbenz-
amide, gas-phase Smiles rearrangement reactions, 1813
acyl carrier protein conformation by, 1525
alkali cation affinities of polyoxyethylene dodecylethers, 1914
ammonium-counter ion clusters studied by, 285
dichloro(ethylenediamine)palladium(II) complex formation in
aqeuous solutions, 769
effect of protein stabilization on CSD, 1605
gas-phase stability of G-quadruplex DNA using MDS and,
1760
glucose concentration in tears by, 332
glutamine N-terminal, dehydration versus deamination in, 27
hemoglobin folding and assembly monitored by ESI-MS, 8
ionization and transmission efficiency in, 1582
M. bovis BCG PIMS characterization by MALDI-TOF MS and,
466, 479
metal-complex formation in continuous-flow ligand-exchange
reactors, 707
Michael-Michael-retro Michael addition catalyzed by 9-amino-
9-deoxyepiquinine, 2074
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noncovalent DNA complexes with polybasic compounds,
studied by nanoES-MS, 346
organotrifluoroborate mass determination using, 404
positive and negative, Boc-protected peptides, 651
positive mode, meso-tris-N-methylpyridinium-4-yl porphyrins
reduction in, 762
protein complex sizing by IMS and, 1206
Q-FT-ICR and, MMA, intact proteins and product ions, 1
transition metal complexation by 3-azidopropionitrile, 453
tunable metal-ligand complexation for flavonoid diglycosides,
422
vinylpyridinium substituted porphyrins characterized by, 218
Electrospray ionization matrix-assisted laser desorption/ioniza-
tion mass spectometry, CID in, free-radical-induced site-
specific peptide cleavage in gas phase, 807
Electrospray ionization quadrupole ion trap mass spectrometry,
A. thaliana phosphatidylglycerol analysis by MS/MS, 783
Electrospray ionization quadrupole time-of-flight tandem mass
spectrometry, oversulfation of bovine aorta chondroitin
sulfate and GAG analyzed using nano-ESI-Q-TOF-
MS/MS and FTICR MS, 179
Electrospray ionization tandem mass spectrometry
Leishmania major inositol phosphorylceramides, characteriza-
tion by, 1591
product ion isotope ratios from hemoglobin Camden, 1493
pyrimidinal antiviral agents, CID mechanisms of ion forma-
tion, 1477
resolvin D1, protectin D1, and related derived products of
DHA, 128
screening threading bis-intercalator binding to DNA by, 311
Electrospray ionization time-of-flight mass spectrometry, sub-
ppm mass accuracy on, use with drug discovery recovery
libraries, 1612
Electrospray ionization-TRAP mass spectrometry, low energy,
isoleucine and leucine discrimination using, 57
End-stage renal disease, glycoxidated globins, analysis by
MALDI MS, 1018
Energy-resolved mass spectrometry, fucosyl galactoside isomers
analyzed by, 1873
Enkephalins, reaction with NDA for LC/LIF/MS analysis, 1706
Enterobactin, siderophores, Fe(III) complex with, IRMPD, 632
Ergodic dissociation, peptide cation radicals, spin-trap capped
peptides, electron capture in, 432
Ergosterol, pathway inhibition in fungi, analysis by ASAP, 1274
Escherichia coli, ribosome topography analyzed by proteolysis
and MALDI-MS, 1304
ESI-IMS-MS. see Electrospray ionization ion mobility spectrome-
try mass spectrometry
ESI-MS. see Electrospray ionization mass spectrometry
Ethylene oxide, ion reactions with propenal and, selected ion
flow tubes, 445
Excitation frequency, phase angle and, effect on dynamic CID in
quadrupole ion trap, 749
1,4 Exoglucanase, C. fimi, xylobiose inhibitor binding to, MS/
MS, 64
Expression profile analysis, Peptide Shifter enhancing separation
reproducibility using, 1638
Extended Cook’s kinetic method, cysteine-polyalanine peptide
gas-phase acidities determined by, 188
FAIMS. see Field asymmetric waveform ion mobility spectrome-
try
Fatty acids, lithiated, CRF on TOF-TOF MS, 1967
Ferric chelates, in agricultural matrices, as fertilizers, LC-ESI-
MS, 37
Fertilizers, determination in agricultural matrices of synthetic
ferric chelates as, LC-ESI-MS, 37
Field asymmetric waveform ion mobility spectrometry
characterization of temperature-controlled system, 1653
planar, resolving power and sensitivity for, 1672
Flavonoid diglycosides, tunable metal-ligand complexation for,
ESI-MS, 422
Flavonoids, licorice, quantification in rat plasma, 778
Folates, microbial, isotope ratio-based profiling, LC-MS/MS, 898
Fourier transform ion cyclotron resonance mass spectometry,
oversulfation of bovine aorta chondroitin sulfate and
GAG analyzed using nano-ESI-Q-TOF-MS/MS and, 179
Fourier transform ion cyclotron resonance mass spectrometry
analysis of complex peptide mixtures using differential MS
and, 226
APPI proton transfer investigated by, 1682
-amino acid diastereochemical differentiation, 1038
cryogenic, first signal on, 2090
disulfur monoxide-water charged complexes, isotope ex-
changes, CI-CAD, TQ, 1664
LIAD with CID in, peptide sequencing using, 525
low-noise, wide band preamplifier for, 2233
nanoLC, high-throughput comparative proteomics using, 1332
nanoLC, parallel processing of large data sets from, 152
protein complexes, effects of single amino acid substitution on
dissociation in gas phase, 688
zwitterion formation in gas-phase H/D-exchange with
CH3OD, 512
Francisella tularensis novicida, lipid A, environmentally-regulated
remodeling, MS/MS, 1080
FTICR-MS. see Fourier transform ion cyclotron resonance mass
spectometry
Fucosyl galactoside, isomers analyzed by ERMS, 1873
Fungi, ergosterol pathway inhibition in, analysis by ASAP, 1274
Ganoderma lucidum, triterpenoids, analysis using LC-ESI/MS, 927
Gas chromatography inductively coupled plasma mass spec-
trometry, HF-LPME with, PBDE analysis in soil, dust and
human serum, 1740
Gas chromatography mass spectometry
-methylamino-L-alanine ethylchloroformate derivative char-
acterization by, 817
nitramine anion fragmentation, 835
Gas-phase electrophoretic mobility molecular analysis, protein
complex sizing by ESI and IMS, 1206
Gas-phase fragmentation reactions, mechanisms for, peptide
ions containing S-alkyl cysteine sulfoxide, 1690
GC-MS. see Gas chromatography mass spectometry
GEMMA. see Gas-phase electrophoretic mobility molecular anal-
ysis
Genetic algorithms, feature extraction, alignment of LC-MS and
LC-MS/MS data sets, 1835
GLaD. see Guanidino-labeling derivitization
Globins, glycoxidated, analysis by MALDI MS, nephropathic
patients, 1018
Glucose, concentration in tears, by ESI MS, 332
Glutamine, N-terminal, dehydration versus deamination in ESI
MS, 27
Glycerophosphocholine lipids, doubly sodiated, ETD of, 1783
Glycerophospholipids
1-O-alk-1-enyl-2-acyl and 1-O-alkyl-2-acyl, differentiation by
ESI-IT-MS, 2065
in situ characterization of sulfatides and, brain, using MALDI-
MS/MS, 17
Glycomics, platform for analysis of permethylated oligosaccha-
rides, 1799
Glycosaminoglycans
bovine aorta, analysis of oversulfation using nano-ESI-Q-TOF-
MS/MS and FTIRCR MS, 179
tetrasaccharides, EDD of, 234
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Gold ions, comparison of gold and cobalt ion cluster projectiles,
molecular depth profiling, SIMS, 406
Green tea, catechins, isomeric differentiation using gas-phase
H/D exchange reactions, 1749
Guanidino-labeling derivitization, Tau-related peptide quantifi-
cation using LC-IT-TOF MS with, 201
Guided ion beam mass spectrometer, ESI source for TCID with,
1124
H-POPs. see Halogenated persistent organic pollutants
H-transfers
ion/ion, in linear ion traps, 882
onium reactions and, characterization in closed versus open
shell ions, 270
Halogenated persistent organic pollutants, analyzed by pLVI-
GC/ECNI-qMS, 1375
Halonitrobenzenes, nucleophilic substitution reactions of dini-
trobenzene and, with carbanions, gas phase, 1351
HDX-MS. see Hydrogen/deuterium exchange-electrospray mass
spectrometry
Helix-turn-helix motifs, folding and unfolding in gas phase,
1239
Hemoglobins
Camden variant, product ion isotope ratios from, ESI-MS/MS,
1493
folding and assembly monitored by ESI-MS, 8
subunit analysis by ESI-MS, 1279
HF-LPME. see Hollow fiber-liquid phase microextraction
High mobility group 1 proteins, study on acetylation, LC-MS/
MS, 1569
Histidine, effect of oxidation on peptide ion dissociation pat-
terns, MS/MS, 553
Hollow fiber-liquid phase microextraction, with GC-ICP-MS,
PBDE analysis in soil, dust and human serum, 1740
Hot-wire chemical vapor deposition, LIEI application in, SiH4-
NH3 gas mixture, 1950
HWCVD. see Hot-wire chemical vapor deposition
Hydrated ion nanocalorimetry, nonergodicity in ECD investi-
gated by, 1217
Hydrazine, complexes with ketones, mobility resolution and
mass analysis of ions from, 940
Hydrogen/deuterium exchange
gas-phase, 5- and 3-mononucleotides, quadrupole ion trap,
724
gas phase, dinucleotide negative ions, 1827
gas phase, green tea catechin isomeric differentiation using,
1749
Hydrogen/deuterium exchange-electrospray mass spectrometry,
triaxial probe for proteolysis coupled with, 208
Hydrogen/deuterium exchange infrared spectrometry, zwit-
terion formation in gas-phase H/D-exchange with
CH3OD, 512
Hydrogen rearrangements, in ECD, peptides, 113
Hydrophobic surfaces, conductive, liquid matrix deposition on,
UV-MALDI MS, 693
ICAT MS. see Isotope coded affinity technology mass spectrome-
try
Immobilized metal affinity chelates, comparison of TiO2 surfaces
and, in protein phosphorylation studies, 1932
Infrared multiphoton dissociation
B. anthracis petrobactin, 842
Fe(III) complex with enterobactin siderophores, 632
neutral and sialylated oligosaccharides, electron detachment
dissociation, 2162
oligosaccharide characterization with boronic acid derivatiza-
tion using QIT and, 2094
Inositol phosphorylceramides, Leishmania major, characterization
by ESI-MS/MS, 1591
Intensity facing, noncovalent interactions, exploring by MALDI-
TOF-MS, 359
Ion calorimetry, using MS to measure melting points, 74
Ion flow tubes, selected, ion reactions with ethylene oxide and
propenal, 445
Ion mobility spectrometry
ambient pressure, carbohydrate isomer resolution by ESI-
APIMS-TOF-MS, 1163
atomic transition metals as ion mobility source for guided ion
beam experiments, 1196
human plasma proteome mapping using SCX-LC-IMS-MS,
1249
protein complex sizing by ESI and, 1206
ubiquitin elongated states, resolution and structural transi-
tions, 322
Ion mobility spectrometry-mass spectrometry, using electrody-
namic ion funnels and elevated drift gas pressures, 1176
Ion sources
dielectric barrier discharge, for ambient mass spectrometry,
1859
ion-neutral reactions in, SFCMS, 2173
pulsed triple, source for sequential ion/ion reactions, LIT
MS/MS, 369
Ion trap mass spectrometry
deoxynucleoside adducts with heterocyclic aromatic amines,
analysis by, 2107
linkage and branched determination, N-linked oligosaccha-
rides, 248
PFTBA ions/analyte molecule reaction, tobacco pyridine alka-
loid determination by, 1774
Ionic liquids, LIFDI-MS of, 2254
Ions
fragmentation in low-pressure linear ion trap, 1459
suppression and enhancement of secondary formation, SIMS,
1559
IRMPD. see Infrared multiphoton dissociation
Iron oxide nanoparticles, analysis of peptides and proteins
bound to, MALDI-MS, 910
Islands of stability, mass analysis with linear quadrupoles and
octopole fields, 826
Isoaspartyl residues, quantification in deaminated proteins by
ECD, 48
Isoleucine, leucine and, discrimination using low energy ESI-
TRAP MS, 57
Isotope coded affinity technology mass spectrometry, protein
disulfide isomerase redox sensitive thiols identified using,
260
Isotope exchanges, disulfur monoxide-water charged complexes,
FT-ICR, CI-CAD and TQ, 1664
Keap-1. see Kelch-like ECH-associated protein 1
Kelch-like ECH-associated protein 1, alkylation sites by natural
chemoprevention agents, 2226
Ketones, ammonia and hydrazine complexes with, mobility res-
olution and mass analysis of ions from, 940
KIEs. see Kinetic isotope effects
Kinetic isotope effects, deuterium, in microsolvated gas-phase
E2 reactions, 1046
Lamps, VUV, mobile phases and, detection of PAH compounds,
APPI-MS, 589
Large volume injection gas chromatography, pulsed, H-POPs
analyzed by pLVI-GC/ECNI-qMS, 1375
Laser desorption/ionization time-of-flight mass spectrometry,
titanium oxide characterization of nanoclusters, MALDI-
TOF-MS and, 517
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Laser desorption postionization mass spectrometry, of adsorbed
and covalently bound bisphenol A diglycidyl methacry-
late, 1097
Laser-induced acoustic desorption, with CID in FT-ICR-MS,
peptide sequencing using, 525
Laser induced electron impact ionization, application in
HWCVD process, SiH4-NH3 gas mixture, 1950
Laser-induced liquid bead ion desorption mass spectrometry,
membrane protein analysis by, 1429
LC-MS. see Liquid chromatography mass spectrometry
LDI-TOF-MS. see Laser desorption/ionization time-of-flight
mass spectrometry
Leishmania major, inositol phosphorylceramides, characterization
by ESI-MS/MS, 1591
Leucine, isoleucine and, discrimination using low energy ESI-
TRAP MS, 57
Leucine enkephalin, fragmentation with laser fluence, MALDI-
TOF-TOF-MS, 607
Licorice flavonoids, quantification in rat plasma, 778
LIEI. see Laser induced electron impact ionization
LIFDI-MS. see Liquid injection field desorption/ionization mass
spectrometry
LILBID MS. see Laser-induced liquid bead ion desorption mass
spectrometry
Linear ion trap
low-pressure, ion fragmentation in, 1459
study of dipolar resonance excitation enhancement by, 578
Linear ion trap-based tandem mass spectrometry, pulsed triple
ionization source for sequential ion/ion reactions, 369
Linear ion trap Fourier transform ion cyclotron resonance mass
spectrometry, mechanistic studies on air amplifier, 1909
Linear ion traps, ion/ion proton transfer reactions in, 882
Linear quadrupole mass filters, islands of stability, mass analy-
sis with linear quadrupoles and octopole fields, 826
Lipases
activity determination by LC MS, 1579
Candida rugosa, immobilized on PDMS membrane, use in
MIMS, 973
Lipid A, F. tularensis subspecies novicida, environmentally-regu-
lated remodeling, MS/MS, 1080
Lipids, LipidQA software for identifying and quantifying com-
plex mixtures, 1848
Liquid chromatography collision-induced dissociation tandem
mass spectrometry, protein identification by LC-ECD-
MS/MS or, 891
Liquid chromatography electron capture dissociation tandem
mass spectrometry, protein identification by LC-ESI-
MS/MS or, 891
Liquid chromatography electrospray ionization mass spectrome-
try
Ganoderma lucidum triterpenoids analyzed using, 927
rhubarbs, analysis of phenolic compounds using, 82
Liquid chromatography electrospray ionization tandem mass
spectrometry
nano, protein-RNA interactions detected by, 869
negative, response enhancement, alkyl methylphosphonic ac-
ids, 1821
Liquid chromatography ion trap time-of-flight mass spectrome-
try, tau-related peptide quantification using GLaD with,
201
Liquid chromatography laser-induced fluorescence mass spec-
trometry, enkephalin reaction with NDA for, 1706
Liquid chromatography mass spectrometry
genetic algorithm feature extraction, alignment of data sets
from LC-MS/MS and, 1835
human plasma proteome mapping using SCX-LC-IMS-MS,
1249
lipase activity determination by, 1579
Liquid chromatography/mass spectrometry, high dead volume
pumps, delay time reduction by short-term low-ratio split
flow, 245
Liquid chromatography nanospray mass spectrometry, response
normalized, 1891
Liquid chromatography tandem mass spectrometry
aristolochic acid DNA adducts, 642
genetic algorithm feature extraction, alignment of data sets
from LC-MS and, 1835
isotope ratio-based profiling of microbial folates, 898
licorice flavonoid quantification in rat plasma, 778
nano, prion protein detection of attomoles by, 1070
Liquid injection field desorption/ionization mass spectrometry,
of ionic liquids, 2254
Liquid matrices, deposition on conductive hydrophobic surfaces,
UV-MALDI MS, 693
LIT MS/MS. see Linear ion trap-based tandem mass spectrome-
try
M-2H anion generation, benzoylnitrene radical anion as new
reagent for, 2014
MALDI-MS/MS. see Matrix-assisted laser desorption/ionization
tandem mass spectrometry
MARCKS. see Myristoylated alanine-rich C kinase protein
Mass analysis, with linear quadrupoles and octopole fields, is-
lands of stability, 826
Mass isotopic distributions, exact calculation of, 1511
Mass measurement accuracy, intact proteins and product ions,
ESI and Q-FT-ICR, 1
Mass-tag technology, novel assay system using, tumors, 106
Matrix application, sublimation method of, MS imaging, 1646
Matrix-assisted laser desorption/ionization Fourier transform
ion cyclotron resonance mass spectrometry, peptide im-
aging in rat brain, 145
Matrix-assisted laser desorption/ionization Fourier transform
mass spectrometry, noncovalent DNA complexes with
basic polypeptides or polyamines, 1977
Matrix-assisted laser desorption/ionization mass spectrometry
amino acid ester fragmentation induced by triphenylcorrole-
(CuIII) complexes, 791
analysis of cardiolipin from rat organ sections, 567
analysis of glycoxidated globins, nephropathic patients, 1018
analysis of noncovalent protein complexes, 1286
analysis of peptides and proteins bound to iron oxide nano-
particles, 910
imaging distribution of -peptides in whole body mice sec-
tions, 1921
mini-ball mill and, -amyloid peptide analysis via, 1533
multisample preparation methods of synthetic polymers, 377
negative-ion, oligosaccharide analysis by, 714
poly(methacrylic acid) analysis by, 1507
ribosome topography analyzed by proteolysis and, 1304
UV, liquid matrix deposition on conductive hydrophobic sur-
faces, 693
Matrix-assisted laser desorption/ionization tandem mass spec-
trometry
Conus virgo conotoxin pyroglutamic acid identification by,
1396
In situ characterization of sulfatides and glycerophospholip-
ids, brain, 17
Matrix-assisted laser desorption/ionization time-of-flight mass
spectrometry
butyrylcholinesterase inhibition by OP and CB pesticides,
MALDI-TOF-MS, 698
effect of diammonium citrate to CHCA matrix for detection of
phosphorylated peptides, 1925
effect of Tween80 on signal intensity of intact proteins, 102
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identification of pigments and dyes, 2001
M. bovis BCG PIMS characterization by ESI MS and, 466, 479
noncovalent interactions, exploring intensity fading using, 359
phosphopeptide enrichment using PAA-membrane, 1385
S. miliarius barbouri snake venom, proteomic profiling using,
600
titanium oxide characterization of nanoclusters, LDI-TOF-MS
and, 517
using spiral ion trajectory, 1318
UV, protein desolvation in, 1880
Matrix-assisted laser desorption/ionization time-of-flight tan-
dem mass spectrometry, amino acid analysis by, 279
Matrix-assisted laser desorption/ionization time-of-flight/time-
of-flight mass spectrometry
Aurum Dataset for protein standards, 850
laser fluence, leucine enkephalin fragmentation with, 607
Matrix metalloproteinase 7, cysteine sulfenic acid in, MS/MS,
1544
Matrix metalloproteinase 12, catalytic domain of, activity an-
chored on Au(111), 961
Melting points, ion calorimetry using MS to measure, 74
Membrane introduction mass spectrometry, Candida rugosa
lipase immobilized on PDMS membrane, 973
Membranes, proteins, analysis by LILBID MS, 1429
Meso-tris-N-methylpyridinium-4-yl porphyrins, reduction in pos-
itive mode ESI-MS, 762
MetA-S-SIMS. see Metal-assisted static secondary ion mass spec-
trometry
Metal-assisted static secondary ion mass spectrometry, in situ
temperature-time effect, 382
Metal-complexes, formation in continuous-flow ligand-exchange
reactors, ESI/MS, 707
Metal hydrides, deuterated, MS of, 337
Metal-ligand complexation, tunable, for flavonoid diglycosides,
ESI-MS, 422
-Methylamino-L-alanine, ethylchloroformate derivative, charac-
terization by GC/MS, 817
Michael-Michael-retro Michael addition, catalyzed by 9-amino-9-
deoxyepiquinine, ESI-MS study, 2074
MIMS. see Membrane introduction mass spectrometry
Mini-ball mill, -amyloid peptide analysis via, MALDI MS, 1533
Mitochondria, cardiolipin concentrations, MALDI-MS analysis
from rat organ sections, 567
MMA. see Mass measurement accuracy
Mobile phases, VUV lamps and, detection of PAH compounds,
APPI-MS, 589
Mobility resolution spectrometer, ammonia and hydrazine com-
plexes with ketones, mobility resolution and mass analy-
sis of ions, 940
Molecular depth profiling, comparison of gold and cobalt ion
cluster projectiles, SIMS, 406
Molecular dynamics simulations
gas-phase stability of G-quadruplex DNA using ESI-MS and,
1760
influence of amino acid composition on CID, model peptides,
1625
Molybdenum disulfide, nanoflakes, closed-caged clusters in gas-
eous and condensed phases, 2191
Mononucleotides, 5- and 3-, gas-phase hydrogen/deuterium
exchange, quadrupole ion trap, 724
Mosses, Sphagnum and Polytrichum, carbon stable isotope analy-
sis of organic matter and nitrocellulose, 1453
MS align software, genetic algorithm feature extraction, align-
ment of LC-MS and LC-MS/MS data sets, 1835
Myristoylated alanine-rich C kinase protein, identification of
peptide phosphorylation sites, ECD FTICR MS/MS, 2137
Nanocalorimetry, hydrated ion, nonergodicity in ECD investi-
gated by, 1217
Nanoelectrospray, chip-based, evaluation of, parameters for pro-
tein identification, 1714
Naphthalene-2,3 dicarboxaldehyde, enkephalin reaction with,
for LC/LIF/MS analysis, 1706
NDA. see Naphthalene-2,3 dicarboxaldehyde
Nitramines, anion fragmentation, GC/MS, 835
Nitro groups, protonated, as a gas-phase electrophile, 2204
Nitrocellulose, carbon stable isotope analysis, Sphagnum and
Polytrichum mosses, 1453
Noncovalent interactions, exploring “intensity fading” by
MALDI-TOF-MS, 359
Nonergodicity, in ECD, hydrated ion nanocalorimetry, 1217
Nucleobases, protonated, deamination, 2040
Nucleophilic substitutions, reactions of halonitrobenzenes and
dinitrobenzene with carbanions, gas phase, 1351
Obituaries, Harry J. Svec, 970
Oligosaccharides
analysis by negative-ion MALDI MS, 714
analysis using nanoESI-DMS-MS, 502
characterization with boronic acid derivatization using
IRMPD and QIT, 2094
mobile protons in negative ion CID, 952
N-linked, linkage and branched determination using ion trap
MS, 248
neutral and sialylated, electron detachment dissociation, 2162
permethylated, glycomics platform for analysis of, 1799
unmodified and methylphosphonate-modified, fragmentation
mechanisms of, 984
Onium reactions, H-transfers and, characterization in closed ver-
sus open shell ions, 270
Orbitrap mass spectrometry, phase-enhanced selective ion ejec-
tion, 980
Organic pollutants, halogenated persistent, analyzed by pLVI-
GC/ECNI-qMS, 1375
Organotrifluoroborates, mass determination using ESI-MS, 404
Ozone, tetracycline degradation by, in aqueous medium, APCI/
MS, 679
PAA membrane. see Porous anodic alumina membrane
PAH. see Polyaromatic hydrocarbons
Paracoccus denitrificans, membrane protein analysis by LILBID
MS, 1429
PBDEs. see Polybrominated diphenyl ethers
PDMS membrane. see Polydimethylsiloxane membrane
Peak assignment, software for, synthetic polymers, MS/MS,
1324
Peptide Shifter, enhancing separation reproducibility using cor-
related expression profiles, 1638
Peptides
acetylation, detection and location of acetylated lysine resi-
dues, 1423
analysis of complex mixtures using FTMS and differential MS,
226
b-type ions produced in ECD of, 2007
-peptide imaging distribution in whole body mice sections,
MALDI-MS, 1921
Boc-protected, positive and negative ESI MS, 651
bound to iron oxide nanoparticles, analysis using MALDI-MS,
910
charge-tagged, electron capture in, 2146
containing oxidized cysteine and methionine, sequencing us-
ing ETD, 1499
cyclization reaction of fragment ions, multistage CAD, 663
disulfide bond cleavage via salt bridge mechanisms, low en-
ergy CID, 1109
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folding and unfolding of helix-turn-helix motifs in gas phase,
1239
free-radical-induced site-specific cleavage in gas phase, CID in
ESI/MALDI-MS, 807
hydrogen rearrangements in ECD, 113
imaging in rat brain, MALDI-FTICR MS, 145
ion dissociation, effect of histidine oxidation on, MS/MS, 553
ionization efficiency changes caused by phosphorylation, 1973
ions, factors affecting VUV photofragmentation of, 1439
ions containing S-alkyl cysteine sulfoxide, gas-phase fragmen-
tation reactions, 1690
MALDI-formed MH ions, formation of (bn–1H2O) by col-
lisional activation, QqTOF MS, 1024
MARCKS, phosphorylation sites identified by ECD FTICR
MS/MS, 2137
mono-oxidized thio-ether bonds, evaluation by CID and ECD,
493
O-glycosylated and O-phosphorylated, sequencing by ECD
and fixed charge derivitization, 1405
phosphorylated, effect of diammonium citrate to CHCA ma-
trix for detection, MALDI-TOF MS, 1925
phosphorylated, enrichment using poly-histidine tag, 1007
protonated, time-resolved method for PD mechanistic study
of, TOF MS/MS, 1729
protonated polyproline, tandem MS, 2198
sequencing using LIAD with CID in FT-ICR-MS, 525
simple di-, tri-, and tetra-peptides, sodium ions affinities of,
541
singly-charged ions, collision cross-section database, 1232
spin-trap capped, electron capture in, 432
Permanent magnet, API-FTICR MS, 1552
Pesticides, OP and CB, butyrylcholinesterase inhibition by,
MALDI-TOF-MS, 698
Petrobactin, B. anthracis, CID, IRMPD and EC dissociation of,
842
Phase angle, excitation frequency and, effect on dynamic CID in
quadrupole ion trap, 749
Phenolic compounds, in rhubarbs, analysis using LC-ESI-MS, 82
Phosphatidyl-myo-inositol mannosides, M. bovis BCG, character-
ization by MALDI-TOF MS, 466, 479
Phosphatidylglycerol, A. thaliana, analysis by ESI QIT and MS/
MS, 783
Phosphopeptides, enrichment using PAA-membrane, MALDI-
TOF-MS, 1385
Phosphorylation
peptide ionization efficiency changes caused by, 1973
sites of, identified in MARCKS peptides by ECD FTICR MS/
MS, 2137
Photodissociation, time-resolved method for mechanistic study
of protonated peptides, TOF MS/MS, 1729
Photofragmentation, VUV, of peptide ions, 1439
Pigments, dyes and, MALDI TOF MS identification, 2001
-Pinene, camphene and, bimolecular and unimolecular contri-
butions to SCI of isomers, 2026
PLDPI-MS. see Laser desorption postionization mass spectrome-
try
Poly-histidine tags, enrichment of phosphorylated peptides us-
ing, 1007
Polyamines, noncovalent DNA complexes with basic polypep-
tides or, MALDI-TOF MS, 1977
Polyaromatic hydrocarbons, detection of, mobile phases and
VUV lamps in, APPI-MS, 589
Polybrominated diphenyl ethers, analysis in soil, dust and hu-
man serum, HF-LPME with GC-ICP-MS, 1740
Polydimethylsiloxane membrane, Candida rugosa lipase immobi-
lized on, use in MIMS, 973
Polymers, synthetic
multisample preparation methods of, MALDI-MS, 377
software for peak assignment from MS/MS, 1324
Poly(methacrylic acid), analysis by MALDI-TOF MS, 1507
Polyoxyethylene dodecylethers, alkali cation affinities of, ESI
MS, 1914
Polypeptides, noncovalent DNA complexes with basic poly-
amines or, MALDI-TOF MS, 1977
Polypyrol/adenosine triphosphate films, adenosine triphosphate
release from, EC/ESMS, 919
Porous anodic alumina membrane, phosphopeptide enrichment
using, MALDI-TOF-MS, 1385
Porous silicon, surface area drives desorption of intact mole-
cules, 1945
Porphyrins
meso-tris-N-methylpyridinium-4-yl, reduction in positive mode
ESI-MS, 762
vinylpyridinium substituted, characterization by ESI-MS, 218
PP/ATP films. see Polypyrol/adenosine triphosphate films
Prion proteins, detection of attomoles by nanoLC MS/MS, 1070
PRISM. see Protein interactions from the spectra of masses
Probes, triaxial, for proteolysis, coupled with HDX-MS, 208
Product ion spectra, dipeptides, study of b1H2O and b1-ions
in, 1414
Propenal, Ion reactions with ethylene oxide and, selected ion
flow tubes, 445
Protectin D1, resolvin D1, and related derived products of
DHA, analysis via ES-MS/MS, 128
Protein complexes
Coulombic repulsion effect on dissociation pathways in gas
phase, 617
effects of single amino acid substitution on dissociation in gas
phase, 688
noncovalent, analysis by MALDI MS, 1286
sizing by ESI and IMS, 1206
Protein disulfide isomerase, redox sensitive thiols identified us-
ing ICAT MS, 260
Protein folding, hemoglobin assembly and, monitored by ESI-
MS, 8
Protein interactions from the spectra of masses, algorithm for
identification of, 563
Protein kinases, novel assay system using mass-tag technology,
tumors, 106
Proteins
bound to iron oxide nanoparticles, analysis using MALDI-MS,
910
charged complexes, theoretical investigations of dissociation
in gas phase, 2242
comparison of IMAC and TiO2 surfaces in phosphorylation
studies, 1932
deaminated, quantification of isoaspartyl residues in, by ECD,
48
desolvation in UV MALDI-TOF MS, 1880
effect of stabilization on CSD, ESI MS, 1605
evaluation of chip-based nanoelectrospray parameters for
identification, 1714
folding, monitoring copopulated states during, ESI-IMS-MS,
2180
gas phase noncovalent complexes retaining solution binding
properties, tanden MS, 64
identification by LC-ECD-MS/MS or LC-CID-MS/MS, 891
intact, effect of Tween80 on signal intensity of, MALDI-TOF-
MS, 102
intact, MMA, ESI and Q-FT-ICR, 1
membrane, analysis by LILBID MS, 1429
production and clearance rates, quantified using SILT, 997
RNA crosslinks with, detection by nanoLC-ESI-MS/MS, 869
SILAC-labeled, quantitation and characterization, 2058
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standards, Aurum Dataset, MALDI-TOF/TOF MS for, 850
Proteolysis, triaxial probe for, coupled with HDX-MS, 208
Proteomes, human plasma, mapping using SCX-LC-IMS-MS,
1249
Proteomics
evaluation of chip-based nanoelectrospray parameters for pro-
tein identification, 1714
high-throughput comparative, MS/MS using nanoLC-FTICR-
MS, 1332
MMA of intact proteins and product ions, ESI and Q-FT-ICR,
1
profiling S. miliarius barbouri venom using MALDI-TOF MS,
600
Proton transfer reactions
ion/ion, in linear ion traps, 882
onium reactions and, characterization in closed versus open
shell ions, 270
Pumps, high dead volume, delay time reduction by short-term
low-ratio split flow, LC/MS, 245
Pyridine alkaloids, tobacco, determination by PFTBA ions/ana-
lyte molecule reaction IT-MS, 1774
Pyrimidines, antiviral agents, CID mechanisms of ion formation,
ESI-MS/MS, 1477
Pyroglutamic acid, Conus virgo conotoxin, identification by
MALDI-MS/MS, 1396
Quadrupole Fourier transform ion cyclotron resonance mass
spectrometry, ESI and, MMA, intact proteins and product
ions, 1
Quadrupole ion trap
5- and 3-mononucleutodes, gas-phase hydrogen/deuterium
exchange, 724
dynamic collision-induced dissociation in, 749
oligosaccharide characterization with boronic acid derivatiza-
tion using IRMPD and, 2094
Quadrupole ion trap mass spectrometry, dynamic CID in, with
two-frequency excitation waveform, 2017
Quadrupole time-of-flight mass spectrometry, Trp-cage confor-
mation studied by, 195
Quadrupole time-of-flight tandem mass spectrometry, B. stolpii
UKi2, identification of SPNL molecular species, 394
Remote sampling, remote MS sampling using air ejector, ESI
and DESI, 1844
Resolvin D1, protectin D1, and related derived products of
DHA, analysis via ES-MS/MS, 128
Rhodamine 6G, detection of attamole amounts by DSI-MS and
fluorescence spectroscopy, 1093
Rhubarbs, analysis of phenolic compounds, LC-ESI-MS, 82
Ribosomes, topography analyzed by proteolysis and MALDI-
MS, 1304
Rice-Ramsperger-Kassel-Marcus unimolecular reaction rate con-
stants, SB algorithm modification for calculation of, 1063
RNA, crosslinks with proteins, detection by nanoLC-ESI-MS/
MS, 869
RRKM. see Rice-Ramsperger-Kassel-Marcus unimolecular reac-
tion rate constants
Salt bridge mechanisms, disulfide bond cleavage via salt bridge
mechanisms, peptides, low energy CID, 1109
Salt tolerance, of DESI, 2218
Sample preparation, multiple, of synthetic polymers, MALDI-
MS, 377
Sampling, remote, using air ejector, ESI and DESI, 1844
Schweppe dye collection, pigments and dyes, MALDI TOF MS
identification, 2001
Secondary ion mass spectrometry, comparison of gold and co-
balt ion cluster projectiles, molecular depth profiling, 406
Selected ion flow tubes, ion reactions with ethylene oxide and
propenal, 445
Self-chemical ionization, bimolecular and unimolecular contribu-
tions to, -pinene and camphene isomers, 2026
Serine, alkaline metal-cationized clusters, SSI-MS/MS, 856
SFCMS. see Supercritical fluid chromatography-mass spectrome-
try
Shell ions, closed versus open, onium reaction and H-transfer
characterization in, 270
Shiga toxins, Coulombic repulsion effect on dissociation path-
ways of protein complexes in gas phase, 617
Side chain effects, aspartic acid, experimental and theoretical
insights, 121
Siderophores
B. anthracis petrobactin, CID, IRMPD and EC dissociation, 842
enterobactin, Fe(III) complex with, IRMPD, 632
Silicon, porous, surface area drives desorption of intact mole-
cules, 1945
SILT. see Stable isotope labeling tandem mass spectrometry
SIMS. see Secondary ion mass spectrometry
Sistrurus miliarius barbouri, snake venom, proteomic profiling
using MALDI-TOF MS, 600
Smiles rearrangement reactions, gas phase, 2-(4,6-dimethyoxy-
pyrimidin-2-Ylsulfanyl)-N-phenylbenzamide, ESI-MS,
1813
Snake venom, S. miliarius barbouri, proteomic profiling using
MALDI-TOF MS, 600
Sodium ions, affinities of simple di-, tri-, and tetra-peptides, 541
Software
LipidQA, for identifying and quantifying complex lipid mix-
tures, 1848
MS align, genetic algorithm feature extraction, alignment of
LC-MS and LC-MS/MS data sets, 1835
Peptide Shifter, enhancing separation reproducibility using
correlated expression profiles, 1638
Sonic spray ionization tandem mass spectrometry, alkaline met-
al-cationized serine clusters, 856
SORI. see Sustained off-resonance irradiation excitation
Sphingophosphonolipids, B. stolpii UKi2, identification of SPNL
molecular species, qTOF-II MS, 394
Spiral ion trajectory, MALDI-TOF-MS utilizing, 1318
Stable isotope labeling by amino acids in cell culture, proteins
labeled by, quantitation and characterization, 2058
Stable isotope labeling tandem mass spectrometry, protein pro-
duction and clearance rates quantified using, 997
Standards
calibrant ion delivery for MS, 991
protein, Aurum Dataset, MALDI-TOF/TOF MS for, 850
Static-secondary ion mass spectrometry, ion suppression and
enhancement of secondary formation, 1559
Streptavidin, Coulombic repulsion effect on dissociation path-
ways of protein complexes in gas phase, 617
Strong-cation-exchange, human plasma proteome mapping us-
ing SCX-LC-IMS-MS, 1249
Sulfatides, in situ characterization of glycerophospholipids and,
brain, using MALDI-MS/MS, 17
Sulfopeptides, fragmentation in ECD and ETD, 1617
Sulfur mustards, hydrolysis products of, analyzed by APCI-MS,
1364
Supercritical fluid chromatography-mass spectrometry, ion-neu-
tral reactions in the ion source, 2173
Sustained off-resonance irradiation excitation
CID, study of isomeric diglycosyl flavonoids, ESI FTICR MS,
2127
collisional and radiative processes, 2119
Svec, Harry J., in memoriam, 970
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Tandem mass spectrometry
A. thaliana phosphatidylglycerol analysis by ESI QIT and, 783
binding of xylobiose inhibitors to -1,4 exoglucanase from C.
fimi, 64
cysteine sulfenic acid in MMP-7, 1544
effect of histidine oxidation on peptide ion dissociation pat-
terns, 553
F. tularensis novicida lipid A, environmentally-regulated re-
modeling, 1080
loss of CO and ammonia, protonated AGG, 1291
protonated polyproline peptides, 2198
software for peak assignment, synthetic polymers, 1324
using nanoLC-FTICR-MS, high-throughput comparative pro-
teomics, 1332
Tandem quadrupole mass spectrometry, disulfur monoxide-wa-
ter charged complexes, isotope exchanges, FT-ICR, CI-
CAD and, 1664
Tandem quadrupole time-of-flight mass spectrometry, MALDI-
formed peptide MH ions, formation of (bn–1H2O) by
collisional activation, 1024
Tate Gallery, pigments and dyes, MALDI TOF MS identifica-
tion, 2001
Tau-related peptides, quantification using GLaD with LC-IT-
TOF MS, 201
Tears, analysis of glucose concentration by ESI MS, 332
Temperature-time effects, in situ, in MetA-S-SIMS, 382
Tetracycline, degradation by ozone in aqueous medium, APCI/
MS, 679
Tetrasaccharides, GAG, EDD of, 234
Thermus thermophilus, ribosome topography analyzed by proteol-
ysis and MALDI-MS, 1304
Thiols, redox-sensitive, protein disulfide isomerase, identified
using ICAT MS, 260
Three rods ion optic, high focusing and mass filtering capabili-
ties, computer simulations, 413
Threshold collision-induced dissociation, with guided ion beam
mass spectrometer, ESI source for, 1124
Time-of-flight mass spectrometer, constant-momentum/energy
selector, 92
Time-of-flight tandem mass spectrometry, time-resolved method
for PD mechanistic study of protonated peptides, 1729
Time-of-flight time-of-flight mass spectrometry, fragmentation
reactions, arginine-containing protonated dipeptides, 1959
Titanium dioxide, comparison of IMAC surfaces and, in protein
phosphorylation studies, 1932
Titanium oxide, characterization of nanoclusters, MALDI-TOF-
MS, 517
Tobacco, pyridine alkaloid determination by PFTBA ions/ana-
lyte molecule reaction IT-MS, 1774
Transition metals
atomic, as ion mobility source for guided ion beam experi-
ments, 1196
complexation by 3-azidopropionitrile, ESI-MS, 453
Triaxial probes, for proteolysis, coupled with HDX-MS, 208
Triphenylcorrole(CuIII) complexes, amino acid ester fragmenta-
tion induced by, MALDI MS, 791
TRIPOLE. see Three rods ion optic
Triterpenoids, Ganoderma lucidum, analysis using LC-ESI/MS,
927
Trp-cage, conformation studied by Q/TOF MS, 195
Tumors, novel assay system using mass-tag technology, 106
Tunable complexes, metal-ligand complexation for flavonoid
diglycosides, ESI-MS, 422
Tween80, effect on signal intensity of intact proteins, MALDI-
TOF-MS, 102
Ubiquitin, elongated states, resolution and structural transitions,
322
Vacuum ultraviolet photofragmentation, of peptide ions, factors
affecting, 1439
Xylobiose inhibitors, binding to -1,4 exoglucanase from C. fimi,
MS/MS, 64
Z-ionic fragments, hydrogen rearrangements to and from, pep-
tides, ECD, 113
Zwitterion, formation in gas-phase H/D-exchange with CH3OD,
512
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